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Methods: 130 HIV positive patients had swabs taken during an
utpatient clinic visit in Sungai Buloh Hospital. The swabs were
aken from four different sites (anterior nares, throat, axilla and
kin) from each patient. Each of these swabs was streaked on
annitol Salt Agar (MSA) and incubated overnight. S. aureus was
dentiﬁed was based on standard microbiological methods. The
ntibiotic susceptibility testing (AST) was performed and inter-
retedaccording to theClinical Laboratory Standard Institute (CLSI)
011 guidelines.
Results: A total of 520 swabs were collected from 130 patients.
9 swabs which was taken from 45 patients had S. aureus. 30 of
hese swabs were from anterior nares; 20, 12 and 7 swabs were
rom the throat, skin and axilla respectively. Anterior nare swabs
icked up 66.7% (30/45) of the carriers. Throat swabs picked up an
dditional 20% (9/45). Skin and axillary swabs picked up another
dditional 13% (6/45) and 4% (2/45). There was only one S. aureus
solate which was found to be MRSA. It showed resistance to
enicillin, oxacillin, erythromycin, clindamycin and trimethoprim-
ulphamethoxazole.
Conclusion: While the Staphylococcus aureus carrier rate in this
IV positive populationwas 34.6% (45/130), the incidence ofMRSA
as only 2.2% (1/45). In this study, sampling from different sites
er patient increased the yield of positive results. The most useful
itewas the anterior nares, however swabbing anterior nares alone
ould have missed 33.3% of the carriers.
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nitial spatial and temporal distribution/dynamics of pandemic
1N1 inﬂuenza virus in Kenya between August 2009 and
ecember 2010
. Muthoni1,∗, W. Bulimo2, R. Achilla2, J. Majanja2, J. Njiri 2,
. Wadegu2, S. Mukunzi2, J. Mwangi2, B. Opot2, F. Osuna2, E.
urapa2
US Army medical research unit, Kenya, Nairobi, Kenya
USAMRU-K, Nairobi, Kenya
Background: The pandemic Inﬂuenza A/H1N1 virus (A[H1N1]
dm)wasﬁrst identiﬁed inKenya in June2009. Since then, the virus
as spread throughout the country and even dominated previously
irculating inﬂuenza A subtypes.
Methods: 4,679 Nasopharyngeal (NP) swabs specimens were
ollected between August 2009 and August 2010 from consenting
atients meeting the WHO Inﬂuenza like illness (ILI) case deﬁni-
ion and transported to the National Inﬂuenza Centre in Nairobi.
etection of seasonal Inﬂuenza B, A/H1N1, A/H3N2, A/H5N1 and
andemic Inﬂuenza A/H1N1 viruses was carried out using Ag Path-
DTM One step Real Time polymerase chain reaction (RT PCR)
eagents together with CDC Inﬂuenza virus RT PCR detection and
haracterization panels.
Results: The ﬁrst case of A[H1N1] pdm was detected in Kenya
n June 2009 while the ﬁrst case in our sentinel sites occurred in
ugust 2009. During the period under study, 258 (5.5%) samples
ere positive for A[H1N1] pdm. Due to sustained transmission of
he virus after the ﬁrst case, an epidemic peak of the virus was
oted from September to November 2009. However, laboratory-nfectious Diseases 16S (2012) e2–e157 e139
conﬁrmed cases of the virus varied in time from a high of 25% in
October 2009 to a low of 0% in April, May and July 2010. Malindi
had the highest number of laboratory conﬁrmed cases of A[H1N1]
pdm at 12% of samples collected in that site during that period
while at 1.4% Alupe had the lowest number of conﬁrmed cases.
The ﬁrst reported cases were associated with international travel;
however, the virus quickly established itself locally with sustained
transmission occurring within two months of the ﬁrst case, which
was followed by an exponential increase in case numbers.
Conclusion: Understanding the spatial and temporal distribu-
tion and dynamics of pandemic A/H1N1 Inﬂuenza virus may prove
useful in future pandemic planning.
http://dx.doi.org/10.1016/j.ijid.2012.05.315
Type: Poster Presentation
Final Abstract Number: 41.040
Session: Infectious Disease Surveillance
Date: Thursday, June 14, 2012
Time: 12:45-14:15
Room: Poster & Exhibition Area
Inﬂuenza and inﬂuenza like illness in human populations in
Uganda
E. Mworozi1,∗, D. Byarugaba2, B. Erima3, J. Bwogi4, L. Luswa5, D.
Mimbe6, M. Milland6, H. Kibuuka6, W. Mangeni7
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2 Makerere University, Kampla, Uganda
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5 Ministry Of Health, Kampala, Uganda
6 MUWRP, Kampala, Uganda
7 Makerere University, Kampala, Uganda
Background: Following the outbreaks of the pathogenic
inﬂuenza virus subtype H5N1 in 2006 and later the Pandemic
Inﬂuenza A (H1NI). in 2009, Makerere University Walter Reed
Project (MUWRP) with the Ministry of Health and partners
undertook surveillance for and Inﬂuenza like illnesses (ILIs) in pop-
ulations in Uganda to detect potential strains.
To conduct surveillance of inﬂuenza and inﬂuenza-like illnesses
in human populations in Uganda and detect circulating inﬂuenza
strains and map the populations at risk of pandemic inﬂuenza
threats and control them.
Methods: From 0ctober 2008 to May 2011, patients aged 6
monthsor older presenting inﬂuenzaor ILIs iewith fever (> 38oCel-
sius) plus cough and/or cold and/or sore-throat within 72 hrs were
enrolled at 5 outpatient sentinel sites after obtaining informed con-
sent (assent for children 8-17 years). Demographic, social, travel,
work and exposure history to birds and/or animals was taken, and
a physical examination was done. A throat and/or nasopharyngeal
swab was collected for virus isolation and typing using RT-PCR for
ﬂu A and B.
Results:A total of 3547participantswere enrolled; 1797 (50.7%)
were females, 2875 (81.1%) and 307 (8.7%)were chidren under 5yrs
and 6 -17. The majority, 3070 of the 3547 (86.6%) tested negative
on RT-PCR screening for Flu A&B,while 368 (10.4%) patients tested
positive for Flu A, and 102/3547 (2.9%) tested positive for Flu B. On
subtyping for Flu A, 5 (1.9%) were H1,84 (32.6%) were H3 and 39
(2.1%) had co-infections of H3 and HINI was present in 90 (34.9%)
andH3N2 in 53 (20.5%) specimens,while 23 (8.9%)were untypable.
Subtyping for Flu B is still ongoing. By gender, females contributed
130/258 (50.4%) subtypes of Flu A while by age, children under ﬁve
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higher risk of rodent infecstation, Ornithodoros presence, and dis-
ease risk.
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ontributed 179/255 (70.2%) followed by children aged 6-17 yrs 42
16.5%).
Conclusion: Inﬂuenza virus was not commonly isolated from
atients presenting with inﬂuenza/ILIs at participating outpatient
linics particulary among adults which calls for further investiga-
ions to determine other potential pathogens. Inﬂuenza A virus
1N1 followed by H3N2 are the main virus subtypes being isolated
n Uganda.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.316
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pplication of a framework for horizon scanning and risk
ssessment on the risk of importation of West Nile Virus to
ingapore
. Nandar ∗, H.K. Han, L.W. Ang, F.Y. Lai, S.H. Tey, J.L. Cutter, L.
ames, D. Heng
Ministry of Health, Singapore, Singapore, Singapore
Background: Reports of an outbreak of West Nile Virus (WNV)
nfection in the Central Macedonia region of Greece in August 2010
ollowed by unusually large numbers of WNV cases in the Euro-
ean region were picked up through our routine horizon scanning
ornewsonpotential public health threats of international concern.
ingapore is along the East Asian-Australasian ﬂyway formigratory
irds, and Culexmosquito is present in Singapore.We conducted an
ssessmentof the riskof importationofWNV infection to Singapore
o: (i) determine the likelihood of aWNVoutbreak in Singapore, (ii)
nderstand the possible consequences and potential downstream
mpact, and (iii) facilitate implementation of prevention and con-
rol measures should an outbreak occur in Singapore.
Methods: We applied the framework for horizon scanning and
isk assessment developed by the Ministry of Health, Singapore.
his framework enables the public health system of Singapore to
etect early warnings of events that may constitute public health
mergency of international concern (PHEIC), analyze the risk that
hese events pose to Singapore, and respond to them in a timely
anner. The risk assessmentwas based on possible routes of intro-
uction of WNV into Singapore, and surveillance programmes in
ingapore, taking into account epidemiological characteristics of
NV, clinicalmanifestations, diagnosis and treatment ofWNV, and
isk factors. Inputs from various local agencies were incorporated.
Results: The WNV may be introduced into Singapore through
i) infected migratory birds, (ii) importation of infected birds or
ther animals, and (iii) international travel of infected persons to
ingapore. To date, the virus has not been detected in the surveil-
ance of WNV in humans, migratory and resident birds, as well as
osquitoes. Thus, the likelihood of a WNV outbreak in Singapore
s considered ‘unlikely’.
Conclusion: Our qualitative analysis provided a systematic
pproach towards the assessment of the risk posed by WNV to
ingapore. The WNV situation in North America, Europe and coun-
ries with signiﬁcant travel links to Singapore, should be closely
onitored for factors that might change the current risk assess-
ent, and to allow the implementation of timely and appropriate
ontrol measures. Vector control remains the cornerstone for con-
rolling mosquito-borne diseases.
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Maintenance of endemic tick-borne relapsing fever (Borrelia
hermsii) from the western United States
N. Nieto ∗, M. Teglas
University of Nevada, Reno, NV, USA
Background: Endemic relapsing fever in the western United
States is caused by Borrelia hermsii and transmitted by the soft-tick
Ornithodoros hermsi. The spirochete causes a febrile illness that is
commonly resolved after one to six relapses.
Methods: We trapped wild rodent reservoir hosts from sites
where human infection has historically or recently occurred. Fifty
traps were set next to homes while another ﬁfty were placed in
adjacent sylvatic habitats. All animals were bled via retro-orbital
abrasion, keyed out to species, and marked with an individually
identifying ear tag. The blood was placed into tubes containing
EDTA and taken back to the laboratory. Bloodwas extracted using a
kit and then assayed for B. hermsii infection using qPCR. All positive
individualswere sequenced to conﬁrmpathogen species and strain
genotype.
Results: In the summer months of 2009-2011, 916 wild rodents
from ﬁve endemic sites in the Sierra Nevada and San Bernadino
mountains were tested for B. hermsii using qPCR. Prevalence var-
ied between 2.3% and 12.3% at each location and chipmunks
(Tamias spp.) were PCR-positive at every location. Additionally,
deer mice, golden-mantled ground squirrels, and a woodrat were
also infected. In areas where there were homes we trapped sig-
niﬁcantly more rodents and consequently more infected anmals.
Additionally,we sequenced the rDNA intergenic spacer (IGS) region
from34positive samples,which included representativeDNA from
each location and from chipmunks, deer mice, and golden-mantled
ground squirrels. All sequences belonged to a previously described
genomic group (GGI) and did not phylogenetically group by host
species or location.
Conclusion: Although reservoir competence experiments have
not been conducted, the widespread distribution and infection in
chipmunks suggests the potential to maintain B. hermsii in nature.
Additionally, homes that are frequently innoccupied have a much
